The following Supporting Information is available for this article: Methods S1 Bioinformatic supplemental methods.
After removing Escherichia coli and vector contamination, 454 reads were assembled using the 454 assembler gsAssembler (v2.6); Illumina reads were assembled using ABySS (v1.3.6) generating a set of contigs for each individually sequenced BAC, and a set of contigs for each BAC pool. After including available BAC-end sequences, the clustering software cd-hit (Fu et al., 2012) was used to remove redundant contigs from the set and minimus2 (Sommer et al., 2007) was used to merge overlapping contigs and BAC-end sequences (sequence identity >98%). The thrum whole genome sequence paired-end reads were assembled using ABySS (v1.3.6) and scaffolded using SOAPdenovo (v2.04). Read coverage in this study from the 9 kb mate pair library was 32×; the same library used in the accompanying paper (Cocker et al., 2015) provides 26× coverage due to a more stringent quality trimming strategy being applied to the raw mate-pair reads. The merged set of S locus contigs was used to identify whole genome sequence contigs potentially originating from the S locus region and these were also incorporated into the assembly using minimus2. BLAT v3.5 (Kent, 2002) was used to identify regions of overlap >500 bp between contigs and these contigs were merged to generate the final contig set. Contigs were anchored along the S locus by aligning BAC-end sequences, marker sequences and original BAC contigs using exonerate v2.2.0 (Slater & Birney, 2005) .
RepeatModeler (http://www.repeatmasker.org/RepeatModeler.html) was used with a draft thrum genome assembly to identify de novo repetitive sequences; these were hard-marked for ) was used to query the putative genes against the TAIR10 Arabidopsis thaliana protein database (http://www.arabidopsis.org/) and the NCBI non-redundant protein database, the result of the latter being an input for further annotation with Blast2GO (https://www.blast2go.com/) (Conesa et al., 2005 ) (see Table S2 ).
